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Figgure S1. (A) Sequence alignment of elF4E1 from different Saccharomycotina families and
Schizosaccharomyces pombe (subfamily Taphrinomycotina).Labelled in red are the conserved tryptohane
residues W1-W8, in yellow the conserved motif S/TVxxF next to W4, in blue S. cerevisiae S28 or equivalent
serine phosphorylation sites of other yeast e[F4Els. Examples for families Metschnikowiaceae or
Debaryomycetaceae: Clavispora lusitaniae (CLAL4), Candida albicans (CANAL) or Debaryomyces hansenii
(DEBHA); examples for family Pichiaceae: Brettanomyces bruxellensis (DEKBR), Pichia kudriavzevii
(PICKU); examples for family Saccharomycetaceae: Lachancea thermotolerans (LACTC), Saccharomyces
cerevisiae (YEAST). (B) Sequence alignment of elF4E2 from different Saccharomycotina families and
Schizosaccharomyces pombe of subphylum Taphrinomycotina as compared to S. cerevisiae elF4E. Labelled in
red are the conserved W1 to W8 or in grey the substitutions of W3, in yellow the conserved S/TVxxF



motif adjacent to W4 only found for S. pombe eIF4E2. Labelled in red is the conserved aminoterminal
motif MSENLKRAESLFNRIMN found in different Saccharomycotina species. Examples for families
Metschnikowiaceae or Debaryomycetaceae: Clavispora lusitaniae (CLAL4), Candida albicans (CANAL),
Debaryomyces hansenii (DEBHA); examples for family Pichiaceae: Brettanomyces bruxellensis (DEKBR),
Pichia kudriavzevii (PICKU) (corresponds to Figure 1A).
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Figure S2. Sequence alignment of Leishmania major elF4E1 to eIF4E6 compared to S. cerevisiae elF4E.
Conserved W1 to W8 are labelled in red and substitutions of W2, W3, W4, W5, W6 and W7 are labelled in
grey; highlighted is the conserved STVxxF motif adjacent to W4 (in yellow) found for Leishmania major
elF4E1 (corresponds to Figure 4B).
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Figure S3. Sequence alignment of dinoflagellate eIF4Es from species Amphidinium carterae compared to S.
cerevisige elF4E. In this alignment, the order of dinoflagellate el[F4E1a (accession number:
AO0AOX9W7I2_AMPCA) and elF4E3a (accession number: AOA0OX8CYJ5_AMPCA) is inverted. Conserved
W1 to W8 are labelled (in red) and substitutions of W3, W4, and W6 are labelled (in grey); labelled is also
the conserved S/TVxxF motif next to W4 found for dinoflagellate elF4E1a, elF4E2a and elF4E3a (in
yellow) (corresponds to Figure 5).



